The thickness of the edges is proportional to the log 2 of the AUC ratio. In orange rectangles and blue circles, respectively, the sphingolipids and the enzymes are represented. The label of the nodes are the reaction numbers in Tab. S2.
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Time (hrs.) pmol/μg DNA Figure S4 . Comparison of the deterministic and stochastic simulation outcomes of the main metabolites with the experimental observation, for RAW 264.7 cells. Note the fluctuation of the stochastic simulations when the abundance of the metabolites is very low, e.g. dhCer1P, Cer1P, dhS1P, S1P and dhSph. Concentrations measured in pmol/µg DNA. x-axis: time in hours.
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pmol/μg DNA Time (hrs.) Figure S5 . Comparison of the deterministic and stochastic simulation outcomes, for both RAW 264.7 cells and BMDM. The BMDM dataset does not include data for dhCer1P. Concentrations measured in pmol/µg DNA. x-axis: time in hours.
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Enzyme availability Sphingolipids log AUC ratio Figure S6 . Heatmaps quantifying the effect of the reduced availability of each enzyme on each metabolite. The effect is quantified in terms of log 2 AUC ratio, as defined in the main text. Figure S9 . Heatmaps quantifying the effect of the reduced availability of the metabolites due to, for example, impairment in transport between compartments. The reduced effect, displayed in the tiles of each metabolite, is quantified in terms of AUC ratio as defined in the main text.
